. Phenotypes of the wild type (WT) and dpg1 mutant grown on 1/2 MS medium without sucrose for 28 days. Figure  S2 . Phenotypes of wild-type (WT) and AtDPG1-overexpressing lines grown on 1/2 MS medium for 21 days. Scale bar = 2 mm.
Supplementary
Supplementary Figure S3 . Presence of transmembrane domain was calculated using TMHMM 2.0 Server. Red colour represents the transmembrane helices. The prediction indicates the presence of 3 domains in AtDPG1.
3 Supplementary Figure S4 . A phylogenetic analysis of putative DPG1 homologues using MEGA 5.1 and a neighbor-joining method. A bootstrap analysis was performed with 1 000 replicates. Numbers in branches indicate bootstrap values (%). 
DPG1-LP ACGAGTCCGACGTTGTGATAC DPG1-RP TCCCAAACATGTTTGGTTCTC PDPG1-F CCCAAGCTTATTGGTAACTATCAAAGCG Amplification of AtDPG1 promoter PDPG1-R CATGCCATGGTTATTTATTAAACTCTCTGT OEDGY1-F CATGCCATGGCGATGTCTCATCTCTTTCTT Amplification of AtDPG1 coding region OEDGY1-R GATGGGTAACCTCATTCTGTTTCCAAACTG AtDPG1-F1 ACGATTTCTCTCTCTCTCATTAGGC Identifying dpg1 mutant by semi-quantitative PCR AtDPG1-R1 ACAATCATGGGTTGGTTTCTTACTT AtDPG1-F2 TCTCTTTCTTTCTTCTTCGCCTC Identifying 35S::AtDPG1 transgenic lines by semi-quantitative PCR AtDPG1-R2 CTTAAGACGAGGCGAGATCTTCA ACTIN2-F CAAACGAGGGCTGGAACAAGACT Semi-quantitative PCR analysis of ACTIN2 gene ACTIN2-R GCAACTGGGATGATATGGAAAAGA rAtDPG1-F TCTCTTTCTTTCTTCTTCGCCTC Quantitative PCR analysis of AtDPG1 gene rAtDPG1-R TCCCAAACATGTTTGGTTCTC rPSAA-F TCCTGAATGGAGATGTGGGCG Quantitative PCR analysis of PSAA gene rPSAA-R TAAGGCTGCGAAGACCAATGC rPSAB-F GTATTACCGCATCCCCAAGGG Quantitative PCR analysis of PSAB gene rPSAB-R GGGTTAGAATGGCAGTTCCGG rPSBA-F TGAATGGCTATACAACGGCGG Quantitative PCR analysis of PSBA gene rPSBA-R GAAAACAGCAGTCGCAGCTGC rPSBB-F CGTTGGGTATATTAGCGGGCC Quantitative PCR analysis of PSBB gene rPSBB-R AGGACGGTTTCAATATTGCCC rRBCL-F CCTGGAGTTCCACCTGAAGAAGC Quantitative PCR analysis of RBCL gene rRBCL-R TGGTAGCATCGTCCTTTGTAACG rrpoA-F ACGCGCTTATTTGTGTCCAAGG Quantitative PCR analysis of rpoA gene rrpoA -R GACTATATCCGCGATTCCTCTC rrpoB-F ATTGGATCATAATGGGATTTCG Quantitative PCR analysis of rpoB gene rrpoB -R CTCGTAGATTCAAACCCATAGC rrpoC1-F CTATAAAGAGTGGAATTTGCGC Quantitative PCR analysis of rpoC1 gene rrpoC1 -R CCCATTTGATATCTTCGTATCC rrpoC2-F AACGATACCTTCTAAGGGCTGG Quantitative PCR analysis of rpoC2 gene rrpoC2 -R ACCATATCTCAATAGATTGGCG rHEMA1-F TAATGGGGTTCGTGTTCTTCCG Quantitative PCR analysis of HEMA1 gene rHEMA1-R ATGCTAGCTGCATTAGACGCAG rCHLH-F TGGTAGAGAGACAGAAGCTCGAAA Quantitative PCR analysis of CHLH gene rCHLH-R CCAAAGAACCTGCCCAAGAG rCHL27-F TCAAGACCGATTACAACCAGACA Quantitative PCR analysis of CHL27 gene rCHL27-R CGCTCAAGGAACTCAACGAAG rCHLP-F ACCAGAAACAGAGCTAAGGACAAGA Quantitative PCR analysis of CHLP gene rCHLP-R GCATCACCTACAAGAGCCACAC rPORB-F CAAACCGCTGCGACTTCAAGC Quantitative PCR analysis of PORB gene rPORB-R TGCACGCCATTATCACGTTCC rPORC-F CAGACAGTTACAGCCACGCCG Quantitative PCR analysis of PORC gene rPORC-R TGTCTGCTAAAGCTTTGGCCG rCAO-F TAGGGGTGAAGACGGGAAACC Quantitative PCR analysis of CAO gene rCAO-R CTCCATCGGTTGAGTATTCCC rCLA1-F GGTGGAACCGGGTTAAATCTC Quantitative PCR analysis of CLA1 gene rCLA1-R TGCACAGAAGGGTTTAAGGCC rOE23-F GTATCTCCTGCTGATGCCGCC Quantitative PCR analysis of OE23 gene rOE23-R TGGAACCTGCACTTTGAACCC rOE33-F GTATCTCCTGCTGATGCCGCC Quantitative PCR analysis of OE33 gene rOE33-R TGGAACCTGCACTTTGAACCC rPSAN-F CTGTGATCAAAGCTCAACGCG Quantitative PCR analysis of PSAN gene rPSAN-R TTGGTTTTGCTCCTCTCGAGG rPSBW-F TCTTGGTTTGCCTCCAATGGG Quantitative PCR analysis of PSBW gene rPSBW-R CTCATCAACCAAAGCCATCGC rLHCB1-F GGTTTGTGTTTGTGGTGGATGGTA Quantitative PCR analysis of LHCB1 gene rLHCB1-R GTGAACCCAAGAACTGAAAATCCA rLHCA4-F AACCCGCTTAACTTTGCTCCTAC Quantitative PCR analysis of LHCA4 gene rLHCA4-R CAAACCCTAAGAATGCCAACATC rLHCB4-F CAAGTTCTTTGACCCGCTAGG Quantitative PCR analysis of LHCB4 gene rLHCB4-R GATGATGGTGGTGTGGAGTGG rRBCS-F GGTCGCTCCTTTCAACGGACTT
